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Sequence 




Length 


code 


VLAEAMSQV 


(SEQ IDNO:70) 


o 

y 


A 


ILKEPVHGV 


(SEQIDN0:71) . 


y 


x> 


TLNFPISPI 


(SEQ IDNO:72) 


Q 
7 




SLLNATDIAV 


(SEQ IDNO:73) 


10 


D 


QMAVFIHNFK 


(SEQ ID NO:74) 


10 


E 


VTVYYGVPVWK (SEQ ID NO:75) 


11 


F 


FPVRPQVPL 


(SEQ IDNO:76) 


O 

y 


KJ 


YPLASLRSLF 


(SEQ ID NO:77) 




TJ 

ri 


VIYQYMDDLY (SEQ ID NO:78) 


i n 
1U 


T 

1 


tvoppthtnit 






J 




CSEO ID NO-80} 


Q 

y 


V" 


A A 




N-l ranking 






z.zu 


U.OH 




c 


9 nn 






XT 
IN 


z*UU 


n no 

U.UU 




G 


1.80 


1 'X'X 




T 


1.50 


n nn 




A 


1.33 


i.Zl 




F 


1.33 


1 nn 




S 


1.33 


n nn 




W 


1.20 


n nn 




Q 


1.20 


n nn 




R 


1.17 


J.J/ 




M 


1.00 


n nn 

V.Vv 




Y 


1.00 


n 7^ 




I 


0.86 


0.50 




L 


0.75 


2.20 




V 


0.00 


1.19 




D 


0.00 


0.00 




H 


0.00 


0.00 




E 


0.00 


0.00 




P 


0.00 


0.00 
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Motif Specification 

XXXX(FY)XX(LIMV) (SEQ ID NOS:7-14) 
XXXX(FY)XXX(LIMV) (SEQIDNOS:i5-22) 
XXXX^^XXX(LIMV) (SEQIDNOS:27-30)y 
XXXX>DOOCX(LIMV) (SEQlDNOS:341-344) 
X(LM)XXXXXXV (SEQIDNOS:31-32)V 
X(LM)XXXXXXXV (SEQIDNOS:33-34) f 
X(LMVT)XXXXXX(KRY) (SEQ ID NOS:345-356) 
X(LMVT)XXXXXXX(KRY>SEQ ID NOS:357;368) 

XPXXXXXX(LMVF) (SEQ ID NOS:! 
XPXXXXXXXfLMVF) (SEQIDNOS:< 



S:59-63) I 
S:64-68) J 
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Junctional Analyzer run on Saturday, February 26, 2000 09:06:23 pm. 
The following non-zero AA weights will be used. 



AA 


N-1 rankinq 


C+1 


A 


1.21 


1.33 


C 


1.00 


2.00 


F 


1.00 


1.33 


G 


1.33 


1.80 


1 


0.50 


0.86 


K 


0.64 


2.20 


L 


2.20 


0.75 


M 


0.00 


1.00 


N 


0.00 


2.00 


Q 


0.00 


1.20 


R 


1.57 


1.17 


S 


0.00 


1.33 


T 


0.00 


1.50 


V 


1.19 


0.00 


W 


0.00 


1.20 


Y 


0.75 


1.00 



The following 10 motif specifications will be used to search for junctionals. 



Count Motif Specification 

1 XXXX{FY)XX(LlMV) (SEQIDNOS:7-14)\ 

2 XXXX(FY)XXX(LlMV) (SEQ ID NOS:15-22)) 

3 XXXXNXXX(LIMV) (SEQ ID NOS:27-30) 

4 XXXXNXXXX(LIMV) (SEQ ID NOS:341-344) 

5 X(LM)XXXXXXV (SEQ IDNOS:31-32) I 

6 X(LM)XXXXXXXV (SEQ ID NOS-.33-34) f ' 

7 X(LMVT)XXXXXX(KRY) (SEQ ID NOS:345-356) 

8 X(LMVT)XXXXXXX(KRY)(SEQ ID NOS:357-368) 

9 XPXXXXXX(LIMVF) (SEQ ID NOS:59-63) ) 

10 XPXXXXXXX(LIMVF)(SEQ IDNOS:64-68) 



Code 


PeDtide 




Lenath 


A 


VLAEAMSQV 


(SEQ ID NO:70) 


9 


B 


ILKEPVHGV 


(SEQIDNO:7t) 


9 


C 


TLNFPISPI 


(SEQ ID NO:72) 


9 


D 


SLLNATDIAV 


(SEQ IDN0.73) 


10 


E 


QMAVFIHNFK 


(SEQIDN0.74) 


10 


F 


VTVYYGVPVWK (SEQIDNO:75) 


11 


G 


FPVRPQVPL 


(SEQ IDNO:76) 


9 


H 


YPLASLRSLF 


(SEQIDNO:77) 


10 


I 


VIYQYMDDLY 


(SEQIDNO:78) 


10 


J 


IYQEPFKNL 


(SEQIDNO:79) 


9 


K 


IWGCSGKLI 


(SEQ ID NO:80) 


9 



102. 



Maxinsertions = 4 (208) 
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EP-HIV-1090 (SEQ ID N0:81) 

MGMQVQIQSLFLLLLWWGSRGKLVGKLNWA 

KAKFVAAWTLKAAAKAFPVRPQWLGAAKLTPLC 

AAAAIFQSSMTKXTTLFCASDAKMPYNPQSQGV^ 

WIHNFKNAAAYPLASLRSLFNLTFGWCFKLNR^ 

VPLQLPPLKAMTNNPPIPV 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 
GGAAAGCTGGTGGGCAAACTCAACTGGGCCGGAGCTGCAATCCTGAAGGAGCCCGTCCACGG 
GGTGAATGCCGCTTGCCCTAAAGTCAGCTTCGAACCAATTAAGATCCCCATTCATTACT 
ACCTGCCAAAGCTAAGTTTGTGGCCGCTTGG 

GAGGCCCCAGGTGCCTCTGGGCGCCGCTAAACTCACACCACTGTGCGTCACTCTGGGAGCCGC 

TGCAGTGCTGGCAGAGGCCATGTCCCAAGTGAAGGTGTATCTGGCTTGGGTGCCCGCCCACAA 

GGGGGCCGCTGCAGCCATCTTTCAGTCTAGCATGACCAAGAAAACAACTCTGTTCT 

CGACGCTAAGAACATCCCTTATAATCCACAGTCTCAGGGCGTGGTCAAGCATCCCGTGCACGC 

CGGACCTATTGCTAACGTGACCGTGTACTATGGGGTCCCAGTGTGGAAGAAAGCCGCTGCACA 

GATGGCCGTGTTTATTCACAATTTCAAAAACGCCGCTGCATACCCCCTCGCCAGCCTGAGATC 

CCTCTTCAACCTGACATTCGGCTGGTGCT 

ATCAATGCTAAAATCCAGAACTTCCGCGTCTACTATAGGAAGGCTGCAGTGACTATCAAAA^ 
GGCGGACAACTGAAGAAAGTGCCTCTCCAGCTGCCCCCTCTCAAGGCAATGACCAACAATCC 
CCCTATCCCAGTCTGA (SEQIDN0:82) 

HIV-CPT (SEQ ID NO:83) 

MGMQVQIQSLFLLLLWWGSRGIPIHYCAPAKAAKIQNFRVYYRKAAVTra 

TLKAAAKWLQLPPLKAIFQSSMTKKLTPLCVTLGAQMAWIHNFKGAKWLA 

PQSQGWKAILKEPVHGVGAAALTFGWCFKLNAVLAEAMSQVNW 

KVTVYYGWVWKKAAHPVHAGPIANAAAYPLASLRSLFNAAATTLFCA^ 

AAAFPVRPQVPLNMTNNPPIPV 

ATGGGGATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 

GGAATCCCCATTCACTACTGCGCCCCTGCTAAGGCAGCCAAAATCCAGAACTTCAGGGTGTAT 

TACAGAAAGGCTGCAGTCACCATTAAAATCGGCGGACAACTGAAGAAAGCCAAGTTTGTGGC 

CGCITGGACACTCAAGGCCGCTGCAAAGGTCCCACTGCAGCTCCCCCCTCTGAAGGCCATCT 

CCAGAGCTCCATGACTAAGAAACTGACCCCACTGTGTGTGACACTCGGGGCCCAGATGGCTGT 

GTTCATCCATAATTTTAAAGGCGCCAAGGTCTAC 

CATTCCITACAATCCACAGTCTCAAGGAGTGGTCAAAGCTATTCTGAAGGAGCCCGTGCACGG 

GGTGGGCGCCGCTGCACTCACTTTCGGATGGTGCTTTAAACTGAACGCCGTGCTGGCT 

CATGAGCCAGGTCAATCGGATCCTGCAGCAACTGCTCTTCATTAACGCCGCTGCATGTCCTAA 

GGTGTCCTTCGAGCCAATCAAAGTGACCGTGTATTACGGGGTCCCCGTGTGGAAGAAAGCCGC 

TCATCCTGTCCACGCAGGCCCAATCGCCAACGCCGCTGCATATCCCCTCGCCTCTCTGCGCAG 

CCTGTITAACGCCGCTGCAACAACCCrCTTTTGCGCCTCCGACGCT 

AAAGCTGAACTGGGCCAACGCAGCTGCATTCCCTGTGAGGCCACAGGTCCCCCTCAATATGAC 
TAACAATCCCCCTATCCCAGTGTGA (SEQ IDN0:84) 
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HIV-FT (SEQIDNO:85) 

MQVQIQSLFLLLLWVPGSRGK1VGKLNWA 

IMAVTIHNFK1PYNPQSQGVVITLFCASDAKILK£PVHGVQM 

EPIKIQNFRVYYRLTFGWCFKLQWLRPMTYK^ 

CAPAKLTPLCVTL 

ATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGAGGAAAG 
CTGGTGGGGAAGCTGAACTGGGCCATGGCCAGCGATT^ 

CAGAGCAGCATGACCAAGGTGACCATCAAGATCGGGGGGCAGCTGAAGAGGATCCTGCAGCA 

GCTGCTGTTCATCATGGCCGTGTTCATCCACAACTTCAAGATCCCCTACAACCCCCAGAGCCA 

GGGGGTGGTGACCACCCTGTTCTGCGCCAGCGATGCCAAGATCCTGAAGGAGCCCGTGCACG 

GGGTGCAGATGGCCGTGTTCATCCACAACTTCAAGGGCGCCGCCGTGTTCATCCACAACTTCA 

AGAGGTGCCCCAAGGTGAGCTTCGAGCCCATCAAGATCCAGAACTTCAGGGTGTACTACAGG 

CTGACCTTCGGGTGGTGCTTCAAGCTGCAGGTGCCCCTGAGGCCCATGACCTACAAGATGACC 

AACAACCCCCCCATCCCCGTGACCGTGTACTACGGGGTGCCCGTGTGGAAGGTGCTGGCCGAG 

GCCATGAGCCAGGTGATCCCCATCCACTACTGCGCCCCCGCCAAGCTGACCCCCCTGTGCGTG 

ACCCTG (SEQIDNO:86) 
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HIV-TC (SEQ ID NO:87) 

MGMQVQIQSLFLLLLWWGSRGWQATWIPEWKAIFQSSMTKKVYLAWW 
PIKHPVHAGPIANLTFGWCFKLNKM 

NQMVHQAISPRGAKLVGKLNWAGAAAIYETYGDTWKAAQWLR^ 

NAAARYLKDQQLLNTLNFPISPINMTNNPPPVNAPYOT 

GVVKALLQLTVWGIGAAILKEPVHGVNAAAFPISPffi^ 

YQEPFKNLKAAAVLAEAMSQVNLVGPTPVNIGAAAEVM 

MDDLYKAAAQMAVFIHNFKNAATYQIYQEPFKPYNEWTLE 

GAAAIW GCSGKLIKVMIVWQ VDRNAAKAACWWAGIKAKFVAAWTLK^ 

ASDFNLPPVKSLLNATDIAVNVTVYYGW 

RSLF 

ATGGGGATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCTAGA 

GGATACTGGCAAGCTACTTGGATTCCAGAATGGAAAGCTATCTTTCAATCCTCAA 

AAGGTATACCTGGCATGGGTCCCAGCACACAAGAACGCCGCTTGCCCAAAGGTGTCCm 

CCCATTAAACACCCAGTGCACGCAGGGCCAATAGCGAATTTGACATTCGGGTGGTGCTTCAAA 

CTAAACAAAATGATCGGCGGCATTGGAGGCTTTATCAAGTTTAGAGATTACGTGGACCG 

TATAAAGCCGCTGCCCGTATACTCCAGCAGCTACTATTCATCAACACCACTCTCTT 

CAGACGCTAAGAACCAAATGGTACACCAAGCCATAAGCCCTAGAGGAGCCAAGCTCGTAGGG 

AAATTAAATTGGGCGGGTGCAGCAGCAATCTACGAGAOT 

CCAGGTTCCGTTACGCCCAATGACCTATAAAGGCGCAGCAGCAGTAACAGTTCTAGATGTAGG 

AGACGCTTACAACGCTGCCGCAAGATACCTAAAAGATCAGCAGTTACTCAACACACTAA^ 

CCCAATTAGCCCGATAAACATGACAAATAACCCACCAATTCCCGTCAATGCTCCCTACAACAC 

TCCAGTATTCGCAATCAAAGCCGCTGCTGTCCCCCTGCAGCTCCCTCCTCTGAAAGCTGCGAT 

ACCTTACAACCCACAGAGCCAAGGTGTTGTCAAAGCACTGCTTCAGCTAACAGTTTGGGGA^ 

TGGTGCTGCAATTCTAAAAGAGCCAGTTCATC^ 

TATTGAGACTGTGAAAGTATGGAAAGAAGCCACAACCACACnTTTTAAGGCA 
CAATTAAAATAGGGGGCCAACTTAAGAAAATA^ 

GCTGCAGTGCTCGCCGAGGCTATGTCACAGGTGAATTTGGTCGGACCAACACCCGTAAACATC 

GGAGCCGCAGCCGAAGTGAACATAGTCACCGACTCACAGTACAAAGCCGCTGCAATACCCAT 

ACATTATTGTGCTCCCGCAAAGGCCGTGATCTATCAATATATGGACGACCTGTATAAGGCCGC 

CGCGCAGATGGCAGTCTTTATCCACAACITrAAAAACGCAGCTACnTATCAGATCT 

ACCATTCAAACCGTACAATGAGTGGACCTTGGAACTAAAGGCCAAAATTCAGAACITCAGGG 

TATATTATAGAAAAGCATTTCCAGTGAGGCCCCAGGTGCCTCTGGGTGCCGCAGCAATATGGG 

GATGTTCTGGAAAACTGATCAAGGTGATGATTGTATGGCAAGTGGACAGAAATGCAGCTAAG 

GCAGCCTGTTGGTGGGCAGGTATAAAAGCAAAGTTCGTGGCAGCATGGACGCTTAAAGCAGC 

CGCAAAACTCACTCCTCTCTGCGTGACACTTAATGCAGCCATGGCCTCT 

CCTGTAAAATCCCTGCTTAATGCGACAGATATCGCAGTCAACGTAACAGTATATTATGGCGTG 

CCAGTCTGGAAAAAAGCCGCCGCGGCCATAATTCGGATACTGCAGCAGCTGAAAAGAGCTAT 

GGCGAGTGACTTCAACCTGAATGCGGCCGCCTACCCCTTC 

A (SEQIDNO:88) 
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HCV.l ( SE Q ID NO:89) 

MGMQVQIQSLFLLLLWWGSRGLLFMLGGWVDLMG^ 
DLGVHMWNFISGIYLLPRRGPRLYLVTRHADW 

IAFACTCGSSDLYLSAFSLHSYGVAGALVAFKLPGCSFSIFKTSERSQPRLIFCHSKKKF 
KFIPFYGKAIRMYVGGVEHRQLFITSPRRRLGVEATRKVGrY 

GAATTCGCCGCCACCATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGAGGACTGC 

TGTTCAACATCCTGGGGGGGTGGGTGGATCTGATGGGGTACATCCCCCTGGTGTACCTGGTGGCCTACCAGGCCACCGT 

GATCCTGGCCGGGTACGGGGCCGGGGTGAGGCTGATCGTGTTCCCCGATCTGGGGGTGCACATGTGGAACTTCATCAGC 

GGGATCTACCTGCTGCCCAGGAGAGGACCTAGACTGTACCTGGTGACTAGACACGCTGATGTGGTGCTGGTGGGAGGAG 

TGCTGGCTGCTCTGCTGTTTCTGCTGCTGGCTGATGCTTTCCTGCTGCTGGCTGATGCTAGAGTGTGGATGAACAGACT 

GATCGCTTTCGCTTGTACATGTGGAAGCTCCGATCTGTATCTGAGCGCTTTCAGCCTGCACAGCTACGGAGTGGCTGGA 

GCTCTGGTGGCTTTTAAGCTGCCTGGATGTAGCTTTAGCATCTTTAAGACCAGCGAAAGAAGCCAGCCTAGACTGATCT 

TTTGTCACAGCAAGAAGAAGTTTTGGGCTAAGCACATGTGGAATTTTATCCCTTTCTATGGAAAGGCTATCAGAATGTA - 

TGTGGGAGGAGTGGAACACAGACAGCTGTTTACATTTAGCCCTAGAAGGAGACTGGGAGTGAGAGCTACAAGAAAGGTG 

GGAATCTATCTGCTGCCTAATAGATGAAAGCTTGGG* (SEQ ID NO:90) 



HCV.2 (SEQIDN0:91) 

MGMQVQIQSLFLLLLWWGSRGDLMGYIPLVAKFVAAWTLKAAALLFLLLADALIFCHS 
TFSPRRYLVTRHADVYLLPRRGPRLCTCGSSDLYHM^ 

MLAGYGAGWLVAYQATVGVAGALVAFKIPFYGKAIRMWGGVEHRVLVGGV 

RVLPGCSFSIFAKFVAAWTLKAAAKTSERSQPRRLGVT^ 

LHSYLLFNILGGWWGIYLLPNR* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTC 

GTGCCCGGATCCAGAGGAGATCTGATGGGATATATCCCTCTGGTGGCTAAGTTTGTGGCTGCT 

TGGACACTGAAGGCTGCTGCTCTGCTGTTTCTGCT 

GCAAGAAGAAGCAGCTGTTTACATTTAGCCCAAGAAGATATCTGGTGACAAGACACGCTGAT 

GTGTATCTGCTGCCTAGACGCGGACCTAGACTGTGTACATGTGGAAGCTCCGATCTGTATCAC 

ATGTGGAACTTTATCAGCGGAATCTTITGGGCTAAGCACATGTGGAATTTCAT 

TATGGAGCTGGAGTGTATCTGGTGGOTATCAGGCTACAGTGGGAGTGGCTGGAGCTCTGGTG 

GCTTTCAAGATCCCATTCTATGGAAAGGCTATCAGAATGTATGTGGGAGGAGTGGAACACAG 

AGTGCTGGTGGGAGGAGTGCTGGCTGCTTTCCTGCTGCTGGCTGATGCTAGAGTGCTGCCAGG 

ATGTAGCTTTAGCATCTTCAAGACTTCCGAACGCTCCCAGCCTAGAAGACTGGGAGTGAGAGC 

TACAAGGAAGAGACTGATCGTGTTTCCAGATCTGGGAGTGTGGATGAATAGACTGATCGCTTT 

CGCTCTGAGCGCTTTCAGCCTGCACAGCTATCTGCTGTTCAACATCCTGGGAGGATGGGTGGT 

GGGAATCTATCTGCTGCCAAACAGATGAAAGCTT (SEQ ID NO:92) 

HCV,3sl (SEQIDNO:93) 

MGMQVQIQSLFLLLLWWGSRGYLVAYQATVAKFVAAWTLKAAALLFLLLADALIFCHSKKKYL 
VTRHADVLGFGAYMSKCTCGSSDLYHMWOTISGIFWAKHMWW 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAAGCCTGTTTCTGCTCCTCCTGT 

GTGCCCGGATCCAGAGGATACCTCGTCGCCTACCAGGCCACTGTGGCTAAATTCGTGGCAGCC 

TGGACACTGAAAGCTGCAGCTCTGCTCTTCCTGCTCCTGGCCGATGCACT 

CCAAGAAAAAGTATCTGGTCACCAGACATGCTGACGTGCTGGGGTTTGGCGCCTACATGAGC 

AAGTGCACCTGTGGCAGCTCCGACCTGTATC^^ 

CCAAGCACATGTGGAATTTCTGAAAGCTT (SEQ IDN0:94) 
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HCV.3s2 (SEQIDNO:95) 

MGMQVQIQSLFLLLLWVPGSRGVLVGGVLAAAKFVAAWTLKAAAFLLLADARVLSAFSLHSYIL 
AGYGAGVWMNRLIAFAIPFYGKAIVAGALVAFKVGIYLLPNR* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAA 

GTGCCCGGATCCAGAGGAGTCCTGGTGGGCGGCGTCCTGGCCGCTGCTAAGTTTGTCGCTGCT 
TGGACACTGAAGGCAGCCGCTTTCCTGCTCCTGGCAGACGCCAGGGTGCTGTCTG 
CTCCACTCCTACATCCTCGCAGGGTATGGCGCAGGCGTGTGGATGAATCGGCTGATCGCCTTT 
GCCATTCCATTCTATGGGAAAGCCATTGTGGCTGGCGCCCTGGTGGCATTCAAGGTCGGGATC 
TACCTCCTGCCTAACCGCTGAAAGCTT (SEQIDN0:96) 

HCV.3s2f-3> (SEQ ID NO:97) 

MGMQVQIQSLFLLLLWWGSRGVLVGGVLAAAKFVAAWTLKAAAFLLLADARVLSAFSLHSYIL 
AGYGAGVWMNRLIAFA* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAAGCCTGTTTCTGCTCCTCCTGTGG 
GTGCCCGGATCCAGAGGAGTCCTGGTGGGCGGCGTCCTGGCCGCTGCTAAGTTTGTCGCTGCT 
TGGACACTGAAGGCAGCCGCTTTCCTGCTCCT^ 

CTCCACTCCTACATCCTCGCAGGGTATGGCGCAGGCGTGTGGATGAATCGGCTGATCGCCTTT 
GCCTGAGGATCC (SEQIDNO:98) 

HCV.3S3 (SEQ ID NO:99) 

MGMQVQIQSLFLLLLWWGSRGDLMGYPLVAKFVAAWTLKAAARLGVR^ 
RMWGGVEHRRLIWPDLGVGVAGALVAFKLPGCSFSIFKTSERSQPRQLFTFSPRRYLLPRRGPRL 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAAGCCTGTTTCTGCTCCTCCT 

GTGCCCGGATCCAGAGGAGACCTGATGGGCTACATCCCTCTCGTGGCCAAGTTTGTGGCAGCT 

TGGACCCTGAAGGCCGCTGCCAGACTGGGAGTGCGCGCTACACGGAAACTCCTGTTTAACAT 

CTGGGAGGGTGGGTGCGGATGTACGTCGGAGGCGTCGAGCACAGAAGGCTCATTGTCITTCC 

AGATCTCGGCGTGGGCGTCGCAGGCGCACTCGTGGCCTTCAAACTGCCAGGGTGCAGCTTCAG 

CATTTTCAAGACCTCCGAACGCTCCCAACCCAGACAGCTGTTCACTTTCTCT 

CTGCTGCCCAGACGCGGACCCAGGCTGTGAAAGCTT (SEQ ID NO:100) 

HCV.PC3 (SEQ ID NO: 101) 

MGMQVQIQSLFLLLLWWGSRGLLFMLGGWV^ 
LGVKFWAKHMWNFIGVAGALVAFKKQLFTFSPRR* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATC 

GTGCCCGGATCCAGAGGACTGCTCTTCAACATCCTGGGCGGATGGGTGAAGGCCAAGTTCGTG 

GCTGCCTGGACCCTGAAGGCTGCCGCTCTGGCCGACGGGGGATGCAGCGGCGGAGCTTACAG 

GCTCATTGTCITrCCCGATCrCGGAGTCAAATTTTGGGCAA^ 

GGTGGCCGGAGCCCTXjGTCGCTTTTAAAAAGC^ 

TACC (SEQ ID NO: 102) 
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HCV.PC4 (SEQ ID NO:103) 

MGMQVQIQSLFLLLLWVPGSRGRLGVRATRKKAKFVAAWTLKAAAK^ 
DLMGYPLVKYLLPRRGPRLNTLCGFADLMGYRMYVGGVEHR* 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAAGCCTGTTTCTGCTCCTCCTGTGG 

GTGCCCGGATCCAGAGGAAGGCTGGGCGTGAGAGCCACCCGGAAGAAGGCCAAGTTCGTGGC 

TGCCTGGACCCTGAAGGCTGCCGCTAAAACAAGCGAGCGCTCCCAGCCCAGGAACCTGCCT 

GATGCTCTTTCAGCATCTITAATGACCTCATGGGGTACATTCCACTGGTGAAGTATCT 

CAGACGGGGCCCTCGCCTGAACACTCTCTGTGGATTTGCTGATCTGATGGGGTACAGGATGTA 

TGTCGGCGGAGTCGAACACAGATGAGGTACC (SEQ ID NO:I04) 

HCV.2431( 1P ) (SEQIDNO:105) 

MGMQVQIQSLFLLLL\^^GSRGVLVGGVLAAAFLLLADARVLSAFSLHSyILAGYGAGVWM^^ 
IAFAGAAARLG\H^TRKKAAAKTSERSQPRNL^^ 

FADLMGYRMWGGVEHRKLLTOILGGWVKAAALADGGCSGGAYRLIWPDLGV^ 

FIGVAGALVAFKKQLFTFSPRRNGYLVAYQATVAA^ 

FGAYMSKCTCGSSDLYHMWNFISGIFWAKHMWNFKAAAAKFVA^ 

GAATTCGCCGCCACCATGGGAATGCAGGTGCAGATCCAAAGCCTGTTTCTGCTCCTCCTGTGG 

GTGCCCGGCTCCAGAGGAGTCCTGGTGGGCGGCGTCCTGGCAGCCGCTTTCCTGCTCCT 

GACGCCAGGGTGCTGTCTGCCTTCAGCCTCCACTCCTACATCCTCGCAGGGTATGGCGCAGGC 

GTGTGGATGAATCGGCTGATCGCCTTTGCCGGCGCTGCCGCAAGGCTGGGCGTGAGAGCCACC 

CGGAAGAAGGCTGCCGCTAAAACAAGCGAGCGCTCCCAGCCCAGGAACCTGCCTGGATGCTC 

TTTCAGCATCTITAATGACCTCATGGGGTACATTCCACTGGTGAAGTATCTGCTCCCCA 

GGCCCTCGCCTGAACACTCTCTGTGGATTTGCTGATCTGATGGGGTACAGGATGTATGTCGGC 

GGAGTCGAACACAGAAAACTGCTCTTCAACATCCTGGGCGGATGGGTGAAGGCTGCCGCTCT 

GGCCGACGGGGGATGCAGCGGCGGAGCTrACAGGCTCATTGTCTTTCCCGATCTCGGAGTCAA 

ATTTTGGGCAAAGCACATGTGGAATTTCATCGGGGTGGCCGGAGCCCTGGTCGCTTTTA 

GCAGCTCTTCACCTTCTCCCCAAGACGGAACGGATACCTCGTCGCCTACCAGGCCACTGTGGC 

TGCAGCTCTGCTCTTCCTGCTCCT^ 

CTGGTCACCAGACATGCTGACGTGCTGGGGTTTGGCGCCTACATGAGCAAGTGCACCTGTGGC 
AGCTCCGACCTGTATCACATGTGGAACTTT^ 

AATTTTAAGGCCGCAGCAGCTAAATTCGTGGCAGCCTGGACACTGAAAGCAGCTGCATGAGG 
ATCC (SEQIDNO:I06) 
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HCV.4312(1P) (SEQ ID NO: 1 07) 

mgmqvqiqslfllllwwgsrgrlgvratrkkaaact 

yllprrgprlntlcgfadlmgyrmwggvehrkl^ 

dlgvkfwakhmwnfigvagalvafkkqlfto 

kkkylvtrhadvlgfgaymskctcgssdlyi^^ 

afllladarvlsafslhsyilagygagvwmnrliafanaaakfv 

gaattcgccgccaccatgggaatgcaggtgcagatccaaagcctgtttctgctcctcctgtgg 

gtgcccggctccagaggaaggctgggcgtgagagccacccggaagaaggctgccgctaaaac 

aagcgagcgctcccagcccaggaacctgcctggatgctcmcagcatctttaa 

ggggtacattccactggtgaagtatctgctccccagacggggccctcgcctgaacactctct 

tggatttgctgatctgatggggtacaggatgtatgtcggcggagtcgaacacagaaaactgct 

cttcaacatcctgggcggatgggtgaaggctgccgctctggccgacgggggatgcagcggcg 

gagcttacaggctcattgtctttcccg 

atttcatcggggtggccggagccctggtcgctm 

gacggaacggatacctcgtcgcctaccaggccactgtggctgcagctctgctcttcct 

tggccgatgcactcatcttctgccattccaagaaaaagtatctggtcaccagacatgctgacg 

tgctggggtttggcgcctacatgagcaagtgcacctgtggcagctccgacctgtatcacatgt 

ggaactttatttctggaatcttttgggccaagcacatgtgg^ 

tcctggtgggcggcgtcctggcagccgctttcctgcrcctggcagacgccagggtgctgtct 

ccttcagcctccactcctacatcctcgcagggtatggcgcaggcgtgtggatgaatcggctga 

tcgcctttgccaatgctgcagctaaattc 

GATCC ; (SEQ ID NO: 108) 



AQSI.K (SEQIDNO:109) 

MGMQVQIQSLFLLLLWWGSRGHTLWKAGILYKAKFVAAWTLKAAAFL^ 
LYMDDWLGVGLSRYVARLFLLTRILTISTLPETTVVRRQAFTFSPT^ 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCCAGA 
GGACACACCCTGTGGAAGGCCGGAATCCTGTATAAGGCCAAGTTCGTGGCTGCCTGGACCCTG 
AAGGCTGCCGCITrCCTGCCTAGCGATTTCTTTCCr 

TCCACCTGTATATGGATGACGTGGTGCTGGGAGTGGGACTGTCCAGGTACGTGGCTAGGCTGT 
TCCTGCTGACCAGAATCCTGACCATCTCCACCCTGCCAGAGACCACCGTGGTGAGGAGGCAGG 
CCITCACCTTTAGCCCTACCTATAAGTGGCTGAGCCTGCTG (SEQ ID NO:l 10) 

HBV.l (SEQIDNOMll) 

MGMQVQIQSLFLLLLWWGSRGHTLWKAGILYKAKFVAAWTLKAAAFLPSDFFPSW 
YMDDWLGVGLSRYVARLFLLTOLTISTLPETTVVRRQAFTFSPT^ 
ARVTGGWKVGNFTGLYLPSDFFPSVTLWKAGILYKNVSIPWTHKLV^ 
MPLYACI 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCCAGA 

GGACACACCCTGTGGAAGGCCGGAATCCTGTATAAGGCCAAGTTCGTGGCTGCCTGGACCCTG 

AAGGCTGCCGCTTTCCTGCCTAGCGATTTCTTTCCTAGCGTGTTCCTGCT 

ACCTGTATATGGATGACGTGGTGCTGGGAGTGGGACTGTCCAGGTACGTGGCTAGGCTGTTCC 

TGCTGACCAGAATCCTGACCATCTCCACCCTGCCAGAGACCACCGTGGTGAGGAGGCAGGCCT 

TCACCTTTAGCCCTACCTATAAGTGGCTGAGCCTGCTGGTGCCCTTTGTGATCCCTATCC 

CTCCTGGGCTTTCACCCCAGCCAGGGTGA 

CCTGTATCTGCCCAGCGATTTCTTTCCTAGCGTGACCCTGTGGAAGGCCGGGATCCTGTACAA 
GAATGTGTCCATCCCTTGGACCCACAAGCTGGTGGTGGACTITrCCCAGTTCAGCAGATCCGC 
TATCTGCTCCGTGGTGAGGAGAGCTCTGATGCCACTGTATGCCTGTATCTGA (SEQ ID NO:l 12) 
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HBV.2 (SEQIDN0:I13) 

MGMQVQIQSLFLLLLWWGSRGHTLWKAGILYKj^CFVAAWTLKAA^ 
LYMDDWLGVGLSRyVARLFLLTRILTISTLPETTVVRRQAFTFSPTYKGAAAWLS 
SSWAFKTPARVTGGVFKVGNFTGLYNLPSDFFPSVKTLWKAGILYKNVSff 
FSRNSAICSWRRALMPLYACI 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCC 

GGACACACCCTGTGGAAGGCCGGAATCCTGTATAAGGCCAAGTTCGTGGCTGCCTGGACCCTG 

AAGGCTGCCGCTTTCCTGCCTAGCGATTTCTTTCCTAGCGTGAAC 

TCCACCTGTATATGGATGACGTGGTGCTGGGAGTGGGACTGTCCAGGTACGTGGCTAGGCTGT 
TCCTGCTGACCAGAATCCTGACCATCTCCACCCTGCCAGAGACCACCGTGGTGAGGAGGCAGG 
CCTTCACCTTTAGCCCTACCTATAAGG 

GAATATCCCTATCCCTAGCTCCTGGGCTTTCAAGACCCCAGCCAGGGTGACCGGAGGAGTGTT 
TAAGGTGGGAAACTTCACCGGCCTGTATAACCTGCCCAGCGATTTCTTTCCTAG 
CCTGTGGAAGGCCGGAATCCTGTACAAGAATGTGTCCATCCCTTGGACCCACAAGGGAGCCG 
CTCTGGTGGTGGACTT1TCCCAGTTCAGCAGAAATTCCGCTATCTGCTCCGTGGTGAGGAGAG 
CTCTGATGCCACTGTATGCCTGTATCTGA (SEQ ID NO:! 14) 

PfCTL.l (SEQ ID NO: 1 1 5) 

MQVQIQSLFLLLLWWGSRGILSVSSFLFVNAAAQTNFKSLLRNLPSENERGYK^ 

KKAAAAKFVAAWTLKAAAKAFMK^ 

TSVLKAGVSENIFLKNAAAYFILVNLLIKAGLLGWSTV 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 
GGAATCCTGAGCGTGTCCTCTTTC^ 

CTCCTGAGGAACCTCCCCTCCGAGAACGAAAGAGGCTACAAAGCCGCTGCACTGCT 

GCTGGACTGGCCTATAAGAAAGCCGCTGCAGCCAAGTTCGTGGCCGCTTGGACACTGAAGGC 

CGCTGCAAAAGCCTTTATGAAGGCTGTCTGTGTGGAGGTCAATGCCGCTGCATCTTTCCT 

GTGGAGGCCCTCTTTAACGCTACTCCTTACGCAGGGGAACCAGCCCCCTTCA^ 

AAATATAAGCTGGCAACCAGCGTGCTGAAGGCTGGCGTGTCCGAGAATATTTTTCTGA 

GCCGCTGCATACTTCATCCTGGTGAATCTGCTCATTAAGGCCGGACTCCTGGGGGTGG 

ACAGTGTGA (SEQ ID NO: 1 1 6) 

PfCTL.2 (SEQ ID NO: 11 7) 

MQVQIQSLFLLLLWWGSRGFXHiALFQEYNAAAXYLVIW 

ALFFIIFNKNAAAOVAAWTLKAAAKFILVNLLIFHN^ 

GLVLNFLIFFDLFLVKAVLAGLLGW 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 
GGATTCGTGGAGGCCCTGTTTCAGGAATACAACGCCGCTGCAAAGTATCTCGTCATCGTGTTC 
CTGATCAATGCTCTGGCATGCGCCGGCCTTO 

TGCrCAAGGCCGCTCTGTTCTTTATCATTTTCAATAAAAACGCCGCAGCT 
ATGGACCCTGAAGGCCGCTGCAAAATTCATCCTCGTGAATCT 

GACGAGGAAAATATCGGAATTTATAAGCTGCCCTACGGGAGGACAAACCTGAAAGCCGCTGC 
AGTCCTGCTCGGCGGAGTGGGGCTGGTGCTCAATTTTCTGATCTTCTTT 
AAGGCCGTCCTGGCCGGCCTGCTCGGAGTCGTGTGA (SEQ ID N0:ll8) 
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PfCTL.3 (SEQIDN0:119) 

MQVQIQSLFLLLLWWGSRGWLIFFDLFLNAAAPSDGKCNLYKAAAVTCGNGIQVRK^ 

NEIKAHVLSHNSYEKNYYGKQENWSLKK^ 

VAAWTLKAAAKAAAYYIPHQSSLKAAAGLMVLSFL 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 
GGAGTGTTCCTGATCITCTTTGACCTGTTCCTGAACGC 

AATCTCTACAAGGCCGCTGCAGTGACCTGTGGAAACGGGATTCAGGTCAGGAAACTC^ 

ATCnTCGACGGCGATAACGAGATCAAGGCCCATGTGCTGTCCCACAATTCTTATGAAAAAAAC 

TACTATGGAAAGCAAGAGAATTGGTACAGCCTGAAGAAAATTCTGTCCGTGTTC^ 

AACGCCGCTGCAAAGTTTATCAAGTCTCTGTTCCATATTTTCAAGGCCGCT 

GCTTCTATTTTATTAAAGCCAAATTTGTGGCCGCITGGACACT 

CTGCATACTATATCCCTCACCAGAGCTCCCTGAAGGCCGCTGCAGGGCTGATCATGGTGCTCT 
CTTTCCTGTGA (SEQIDNO:120) 

PfCTL/HTLCW (SEQIDN0:121) 

MQVQIQSLFLLLLWWGSRGSSVFNVVNSSIGLIMVLSFLGPGPGLYISFYFILVNLLIFH 

SEGPGPGPDSIQDSLKESRKLSGPGPGVLAGLLGVVSTVLLGGVGLVLGPGPGLPSENERGYYIPHQ 

SSLGPGPGQTOTKSLLRNLGVSENIFLKGPGPGFQDEEMGIYGPGPGKYLVIWLIFFDLFL^ 

GKFKSLFHIFDGDNEIGPGPGKSKYKLATSVLAGLLGPGP 

AMKLIGPGPGMRKLAILSVSSFLFVEALFQEYGPGPGVTC 

KKGPGPGPSDGKG^LYADSAWENVKNS^GPFMKAVCVEVGPGPGKILSW 

HVLSHNSYEKGPGPGKYKIAGGIAGGLALLACAGLAYKFVVPGAATPYAGEPAPF 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 

GGAAGTAGTGTGTTCAATGTTGTGAACTCATCAATTGGTCT^ 

GGCCAGGGCCAGGATTATATATTTCITrCTACTTCATCCTT 

TAACGGCAAAATAATAAAGAACAGTGAAGGCCCTGGGCCTGGGCCTGACTCGATCCAGGATT 

CTCTAAAAGAATCGAGGAAGCTCTCCGGACCAGGCCCTGGTGTACTCGCCGGGTTGCTG 

GTAGTTAGCACAGTGCTGTTAGGAGGCGTCGGCCTCGTCTrAGGACCTGGACCAGGTCTGCCG 

TCCGAAAACGAAAGAGGATACTACATACCTCACCAGAGCAGCCTCGGCCCAGGCCCCGGACA 

AACCAATTTCAAATCCCTC^ 

CGGTCCCGGCTTTCAGGACGAGGAGAATATAGGTATTTACGGTCCAGGACCTGGAAAATACCT 

AGTGATCGTATTCCTAATTTTTTTTGACCTATITCT^ 

AAATCACTCTTCCACATTTTTGACGGAGAT^ 

GTACAAACTAGCCACTTCAGTGCTGGCCGGCCTTCTAGGGCCGGGCCCAGGGCTCCCCTATGG 
AAAGACAAATCITGGCCCCGGTCCAGGACGGCAC^ 

CCATGAAACTAATCGGGCCCGGTCCAGGCATGCGCAAACTTGCAATTCTAAGCGTAAGTTCAT 

TTCTGTTCGTAGAGGCACTGTTTCAAGAATATGGCCCAGGACCTGGCGTCACATGTGGGAATG 

GGATCCAGGTGAGAGGACCGGGACCTGGTATGAACTATTACGGTAAACAGGAAAATTGGTAC 

TCCCTGAAAAAGGGTCCAGGCCCCGGCCCCTCAGATGGTAAGTGCAACCTGTATGCTGACTCA 

GCATGGGAGAACGTAAAAAATGTAATAGGCCCATTCATGAAGGCAGTTTGTGTCGAAGTCGG 

ACCAGGCCCAGGAAAAATACTTTCTGTCTTCTTCCTAGCTCTCTT 

GGACCAGGGCCAGGTCACGTGTTATCCCATAACTCTTATGAAAAAGGGCCAGGACCTGGGAA 
ATACAAAATCGCAGGAGGGATCGCCGGCGGGCTAGCGCTCCTTGCCTGCGCAGGCnTGGCTTA 
CAAATTCGTTGTACCAGGAGCTGCAACACCCTATGCAGGAGAACCTGCCCCATTTTGAAGATC 
TGC (SEQIDNO:I22) 
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PD3 (SEQIDNO:I23) 

MGMQVQIQSLFLLLLWWGSRGFMKAVCVEVNVTCGNGIQVRKGLIMVLSFLNAALFHI^ 
EIKAALLACAGLAYKKSFLFVEALFNAAPSDGKCNL^^ 
ENIFLKNAAAYFILVNLLIKAAAILSVSSFLFVNTPYAGEPAPFKA^ 
FLNYYIPHQSSLKAAGLLGNVSTVGAV^ 

VNLLKAFLIFFDLFLVKALFFIIFNKNYYGKQENWYSLKFVEALFQ 

ILSWFLANAVLAGLLGNVNFQDEEMGIYKAAALYISFYFIKAFILW 

HVLSHNSYEKNAAAKYLVTVFLI 

GCCGCCACCATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCC 
GGATCCAGAGGATTTATGAAAGCTGTCTGTGTAGAGGTGAATGTAACATGCGGTAACGGAAT 
TCAGGTGAGAAAGGGACTCATCATGGTACTCAGCT^ 

TGACGGAGACAATGAAATCAAAGCCGCATTGCTCGCCTGTGCCGGACTAGCCTATAAAAAGA 

GTTTCCnTITCGTTGAAGCACTATTTAACGCAGCACCCAGTGACGGTAA 

AAGCAGCTCAGACTAATTTCAAAAGCCTGTTAAGAAATCTGCCCTCAGAGAATG 

TACAAAGCCGCCGGCGTGTCCGAGAATATTTTCCTGAAGAACGCCGCTGCTTATTTTAT 

GTGAATCTACTCATAAAGGCAGCCGCAATCCTTTCAGTGTCCAGCTTTCT 

CATATGCGGGCGAGCCGGCTCCTTTCAAGGCTGCAGCAAAATACAAGCTTGCCACATCAGTAT 

TGAAAGCAGCTGTGTTTTTGATATTCTTTGATCTT^^ 

AGTCTTAAAGCAGCCGGGCTACTGGGGAACGTCTCT^ 

GTTGGCCTCGTGTTGAACCTCGCGTGCGC^^ 

TCTCTGTTCCACATTTTTAAAGCCGCATTCTATTTCATACTAG 

GATCTTCTTCGATCTATTCCTCGTAAAAGCGCTATTCTTCATTATCTT^ 

GGCAAGCAAGAAAATTGGTACTCACTCAAGTTTGTAGAAGCTCTGTTCCA 

GCTGCrAAATTCGTTGCAGCTTGGACCCTGAAAGCAGCTGCAAAGATCCT 

TCGCTAATGCCGTATTAGCAGGACTTCTAGGC^ 

GCATCTACAAAGCCGCAGCACTGTACATTTCATTCT^ 

CCITCrGATATTTCATAATGCAGCACTGCCATATGGGAGAACCAACTTGAAAGCGGCCCACGT 
GTTGAGCCACAACTCCTACGAGAAGAACGCCGCCGCGAAATATCTCGTCATTGTCTTCCTGAT 
TTGA (SEQIDNO:124) 



TB.l (SEQIDNO:t25) 

MQVQIQSLFLLLLWWGSRGRMSRVTITTVK^ 
GLMTAVTLVGAAAMALLRLPVTCRMF 

LKAAAKAAARLMIGTAAAGFWALIPLVNAMTYAAPLFVGAAAAM 

ATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGAGGAAGG 

ATGAGCAGAGTGACCACATTCACTGTCAAGGCCCTGGTGCTCCTGATGCTCCCCGTCGTGAAC 

CTGATGATCGGCACCGCTGCAGCCGTCGTGAAAGCTCTCGTCCTGCTCATGCTCCCTGTGGGA 

GCAGGGCTGATGACAGCCGTGTACCTGGTCGGCGCTGCAGCCATGGCCCTCCTGCGGCTGCCA 

GTGAAGCGCATGTTTGCTGCAAATCTGGGAGTCAACTCCCTCTATTTCGGGGGC^ 

GGAAGGCTGCCCCTCGTGCTGCCTGCTGTGAATGCAGCCGCTGCCAAATTTGTCGCCGCTTG^ 

ACTCTGAAGGCAGCCGCTAAGGCCGCTGCAAGACTGATGATCGGGACCGCCGCTGCCGGCTT 

CGTGGTCGCCCTGATTCCCCTGGTGAACGCCATGACATACGCAGCTCCTCTGTTTGTGGGAGC 

CGCTGCAGCCATGGCTCTCCTGCGGCTGCCACTGGTGTGA (SEQ IDN0:126) 
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BCL A2 #90 (SEQ ID NO: 1 27) 

MQVQIQSLFLLLLWWGSRGIMIGHLVGVNRLLQETELVNAKVAEIVHFLNAKWGSLAFWAYL 

SGANLWGAAYLQLWGIEVNAAAKFVAAWTLK 

ATVGIMIGVNAKLCPVQLWV 

ATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCCAGAGGAAT^ 

ATGATCGGCCATCTGGTGGGCGTCAACAGACTGCTGCAGGAAACCGAGCTGGTGAATGCCAA 

GGTGGCCGAAATTGTGCACTTTCTCAACGCAAAGGTGTTTGGTTC 

TATCTGAGCGGCGCTAACCTCAACGTCGGAGCCGCCTACCTCCAGCTGGTCT^ 

GTCAACGCTGCTGCAAAATTCGTGGCAGCnnrGGACCCTCAAGGCTGCAGCAAAGG 

GTCGTGCTCGGAGTGGTGTTCGGGATCAACTCTATGCCACCTCCCGGGACTAGGGTCAATGCT 

GCCGCCGCAACAGTGGGAATCATGATTGGGGTGAATGCCAAACTGTGCCCAGTGCAACTGTG 

GGTGTGA (SEQ ID NO :128) 

BCL A2 #88 (SEQ ID NO: 129) 
MQVQIQSLFLLLLWVPGSRGWLGVW 

NVGAAYLQLWGIEVMMIGHLVGVMILLQETELVNAKWGSLAFW 
GIMIGVNSMPPPGTRV 

ATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCCAGAGGAGTC 

GTGCTGGGAGTCGTCTTCGGCATTAATGCCGCCGCTGCAAAGTTCGTGGCTGCCTGGACCCTG 

AAGGCCGCAGCTAAAGTGGCAGAGATCGTGCACTITCTGAACGCCTACCTGAGCGGAGCAAA 

TCTGAACGTCGGCGCTGCCTATCTGCAGCTCGTGTTTGGAATTGAAGTGAACATCATGA^ 

ACATCTGGTGGGCGTGAACAGGCTGCTCCAGGAAACTGAGCTGGTCAACGCTAAAGTGTTCG 

GGTCTCTCGCCTTTGTGAACGCTAAGCTCTGCCCCGTCCAACTCTGGGTCA 

CTACAGTGGGGATCATGATCGGCGTGAACTCCATGCCTCCACCAGGGACCAGAGTGTGA 

(SEQ ID NO: 130; 

BCL A2 #63 (SEQIDNO:131) 

MQVQIQSLFLLLLWWGSRGKLCPVQLWWAAAATVGIMIGVNIMIGHLV 

KVAEIVHFLNAKWGSLAFVNAYLSGANLNVGAAYLQLWGIEVNAAAKFVAAW 

AWLGWFGINSMPPPGTRV 

ATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCCAGAGGAAAG 

CTCTGCCCCGTGCAACTGTGGGTCAACGCCGCCGCCGCAACCGTCGGCATTATGATCGGGGTG 

AACATCATGATCGGACACCTGGTCGGCGTGAACAGGCTGCTGCAGGAGACAGAACTGGTCAA 

TGCCAAGGTGGCTGAAATTGTCCATTTCCTGAATGCCAAAGTGTTCGGCTCTCT 

AACGCITATCTGAGCGGAGCTAACCTCAACGTGGGGGCCGCATA 

ATTGAGGTGAATGCCGCAGCTAAATTTGTCGCTGCCTGGACCCTGAAGGCAGCAGCCAAGGCT 
GCCGCAGTGGTGCTGGGAGTGGTGTTTGGAATCAATTCCATGCCTCCACCAGGCACTAGAGTG 
TGAGGATCC (SEQ ID N0:132) 
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Prostate 1 (SEQ ID NO: 13 3) 
LTFFWLDRSVKAAAVLVHPQ 

AAMYSAHDTTVKAAAFLTPKJCLQCVNAMMNDQLM 
LLWQPIPVNFLRPRSLQCVKAFLTLSVTWIGVNALLYSLVHN 

ATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGGTCCAGAGGATTG 

ACATTTTTTTGGCTGGATAGATCGGTTAAGGCTGCAGCCGTGCTTGTTCAT^ 

TGACCGTAAAGGCTGCCGCGCTGCTACAAGAAAGAGGGGTCGCATACATCAAAGCTGCTCTC 

CTCTTGAGTATTGCGCTAAGTGTAAACCCGCTAGTTTGTAATGGGGTGTTACAAG 

GCGGCGATTATGTACAGTGCCCACGACACTACCGTAAAAGCAGCCGCTTTCCTGACCCCAAAA 

AAACTCCAATGCGTGAACGCAATGATGAATGATCAGCTGATGTTITTAAACGCTG 

TCTATACCGGTTCATCCAGTCAAGGCCGCGGCATTGGGTACGACGTGTTATGTTGGAGCAGCG 

ATACTTCTTTGGCAGCCCATACCAGTAAATTTTTTAAGACCT 

CATTCCTTACACTCTCAGTAACITGGATCGGAGTC 

CTTGGGCGCGGCCACACTTATGAGTGCAATGACGAATTTAGCTAAGTTCGTGGCGGCCTGGAC 
TCTAAAGGCCGC AGC A (SEQ ID NO: 1 34) 

HIV- 1043 (SEQ1DN0:I35) 

NffiKVYLAWVPAHKGIGGGPGPGQKQITKIQOT 

KILRQRKTORLroGPGPGQHLLQLTWGIKQL^ 

VHQAISPRTLNGPGPGKQFINMWQEVGK^ 

VFIHNFKRGPGPGSPAIFQSSMTKILEPGPGPGEVMVTDSQYAL^^^ 

GPGPGAETFYVDGAANRETKGPGPGGAVVIQDNSDIKV^ 

ATGGAGAAGGTGTACCTGGCCTGGGTTCCAGCCCACAAAGGCATCGGGGGAGGGCCCGGACC 

TGGGCAGAAACAGATCACCAAGATCCAGAACTTCCGGGTATACTACCGGGGACCTGGTCCAG 

GTTGGGAGTTTGTGAACACACCACCCTTAGTAAAGCTCTGGTACCAGGGCCCCGGTCCCGGAT 

ACCGTAAAATCCTGAGGCAAAGAAAGATAGATCGCCTCATTGATGGCCCGGGCCCAGGCCAG 

CACCTTCTGCAGCTTACAGTGTGGGGAATTAAACAGCTGCAGGGGCCGGGCCCCGGGGGGGA 

AATTTATAAAAGGTGGATCATTCTGGGTCTGAACAAGATCGTCCGCATGTATGGCCCTGGACC 

CGGACAGGGGCAGATGGTCCACCAAGCAATCAGCCCTCGAACCTTGAATGGACCGGGCCCAG 

GAATCAAGCAATTCATTAACATGTGGCAAGAAGTTGGTAAGGCTATGTACGGTCCCGGCCCTG 

GATGGGCAGGGATAAAACAGGAGTTTGGAATCCCTTACAATCCCCAGGGTCCTGGGCCAGGT 

AAAACGGCAGTGCAGATGGCCGTGTTCATTCATAA 

CCAGCTATATTTCAAAGTTCGATGACCAAAATCTTGGAGCCCGGCCCAGGGCCGGGCGAAGT 

GAACATTGTCACAGATTCTCAGTATGCCCTCGGCATCATAGGGCCCGGACCAGGGCATTCCAA 

TTGGCGCGCCATGGCGTCTGACTTTAATCTACCTCCTGGGCCAGGCCCTGGCGCGGAAAC^ 

CTATGTGGACGGCGCTGCAAACAGGGAGACTAAGGGACCCGGACCCGGCGGCGCTGTAGTCA 

TTCAGGACAACTCAGACATCAAGGTGGTTCCCGGTCCAGGCCCCGGGTTCAGAAAGTATACCG 

CCTTCACTATTCCGTCCATCAACAATGAGTGA (SEQ ID NO: 136) 
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HIV- 1043 PADRE (SEQ ID NO: 1 37) 

MEKVYLAWWAHKGIGGGPGPGQKQITKIQ 
KILRQRKIDRLIDGPGPGQHLLQLTVWGK^ 

VHQAISPRTLNGPGPGIKQFI>MWQEVGKAMYGPGPGWAGIKQEFGIPYNPQGPGPGK^ 

WIHNFKRGPGPGSPAIFQSSMTKILEPGPGPGEVNIVTDSQYALGII^ 

GPGPGAETFYVDGAANRETKGPGPGGAVVIQDNSD]K\^ 

KFVAAWTLKAAA 

ATGGAGAAGGTGTACCTGGCCTGGGTTCCAGCCCACAAAGGCATCGGGGGAGGGCCCGGACC 

TGGGCAGAAACAGATCACCAAGATCCAGAACnTCCGGGTATACTACCGGGGACCTGGTCCAG 

GTTGGGAGTTTGTGAACACACCACCCTTAGTAAAGCTCTGGTACCAGGGCCCCGGTCCCGGAT 

ACCGTAAAATCCTGAGGCAAAGAAAGATAGATCGCCTCATTGATGGCCCGGGCCCAGGCCAG 

CACCTTCTGCAGCTTACAGTGTGGGGAATTAAACAGCTGCAGGGGCCGGGCCCCGGGGGGGA 

AATTTATAAAAGGTGGATCATTCTGGGTCTGAACAAGATCGTCCGCATGTATGGCCCTGGACC 

CGGACAGGGGCAGATGGTCCACCAAGCAATCAGCCCTCGAACCTTGAATGGACCGGGCCCAG 

GAATCAAGCAATTCATTAACATGTGGCAAGAAGTTGGTAAGGCTATGTACGGTCCCGGCCCTG 

GATGGGCAGGGATAAAACAGGAGTTTGGAATCCCTTACAATCCCCAGGGTCCTGGGCCAGGT 

AAAACGGCAGTGCAGATGGCCGTGTTCATTCATAATTITAAGCGGGGCCCTGGACCTGGCAGC 

CCAGCTATATTTCAAAGTTCGATGACCAAAATCTTGGAGCCCGGCCCAGGGCCGGGCGAAGT 

GAACATTGTCACAGATTCTCAGTATGCCCTCGGCATCATAGGGCCCGGACCAGGGCATTCCAA 

TTGGCGCGCCATGGCGTCTGACTTTAATCT 

CTATGTGGACGGCGCTGCAAACAGGGAGACTAAGGGACCCGGACCCGGCGGCGCTGTAGTCA 
TTCAGGACAACTCAGACATCAAGGTGGTTCCCGGTCCAGGCCCCGGGTTCAGAAAGTATACCG 
CCTTCACTATTCCGTCCATCAACAATGAGGGCCCCGGCCCAGGTGCCAAGTTCGTGGCTGCCT 
GGACCCTGA AGGCTGCCGCTTGA (SEQ ID NO: 1 38) 

HIV 75mer (SEQ id NO: 139) 

EKVYLAWWAHKGIGGPGPGQGQMVHQAISPRTL^^ 
FTEPSINNE 

GAGAAGGTGTACCTGGCCTGGGTGCCTGCCCACAAGGGAATCGGAGGACCTGGCCCTGGACA 
GGGACAGATGGTGCACCAGGCCATCAGCCCTAGGACCCTGAACGGACCTGGACCTGGAAGCC 
CTGCCATCTTCCAGAGCAGCATGACCAAGATCCTGGAGCCCGGACCTGGACCTGGATTCAGGA 
AGTACACCGCCTTCACCATCCCCAGCATCAACAACGAGTGA (SEQ ID NO:140) 



\ 
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PfHTL (SEQIDN0:141) 

MQVQIQSLFLLLLWWGSRGRHNWVNHAWLAMKLIGPGPGKCNLYADSA^^ 

KYKLATSVLAGLLGPGPGQTNFKSLLRNL^ 

MKAVCVEGPGPGMKVTGKQENWYSLKKGPGPGGLAYKFV^ 

KLNGPGPGLLIFHINGKIIKNSEGPGPGAGLLGNVSTVLLGGVGPGPGKYKIAGGIAGGLA 
GMRKLAILSVSSFLFV 

ATGGGAATGCAGGTGCAGATCCAGAGCCTGTTTCTGCTCCTCCTGTGGGTGCCCGGATCCAGA 

GGAAGGCACAACTGGGTGAATCATGCTGTGCCCCTGGCTATGAAGCTGATCGGCCCTGGACC 

AGGGAAATGCAACCTCTACGCAGACAGCGCCTGGGAGAACGTCAAGAATGGCCCCGGACCTG 

GGAAATCCAAGTATAAGCTCGCTACCTCTGTGCTGGCAGGCCTGCTCGGACCAGGCCCCGGAC 

AGACAAATTTCAAAAGCCTGCTCAGAAACCTGGGAGTGTCCGAGGGGCCTGGCCCAGGATCT 

AGCGTCTTTAATGTGGTCAACTCCTCTATTGGGCTCATCATGGGACCCGGACCTGGGGTGAAA 

AATGTCATTGGCCCATTCATGAAGGCCGTGTGTGTCGAAGGACCCGGGCCTGGCATGAACTAC 

TATGGAAAGCAAGAAAATTGGTACAGCCTGAAGAAAGGCCCTGGGCCAGGCGGACTGGCT^ 

CAAGTTTGTGGTCCCAGGGGCAGCCACTCCCTATGGGCCTGGGCCAGGCCCCGATTCCATCCA 

GGACTCTCTCAAAGAGAGCCGGAAACTGAACGGACCCGGG 

CAATGGCAAAATTATCAAGAACAGCGAGGGACCTGGGCCAGGCGCCGGACTGCTGGGGAACG 
TGTCCACCGTCCTGCTCGGCGGAGTGGGGCCCGGCCCTGGGAAGTACAAGATCGCTGGAGGG 
ATCGCAGGCGGACTGGCCCTCCTGGGCCCAGGACCAGGGATGCGCAAACTGGCTATTCTCTCT 
GTCTCCAGCTTTCTGTTTGTGTGA (SEQ ID NO: 1 42) 
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Protein 



Sequence(SEQ id nos:i 43-340) Restriction 



HIV gag 386 


VLAEAMSQV 


HLA-A2 


TTfl J T7 1 

HIV gag 271 


MTNNPPIPV 


HLA-A2 


HIV pol / /4 


XT* OTM7XTT r>TT\ 7 


TTT A AO 

HLA-A2 


rilV pol 44 o 


KJLVCjKXN w A 


TTT A AO 

HLA-A2 


TTT"\ 7 _ _ 1 I /r~t 

rilV pol lOi 


LVOr I r VNI 


T TT A AO 

HLA-A2 


HIV poi 498 


ILKEPVHGV 


HLA-A2 


HIV poi 5/9 


KAACWWAGI 


HLA-A2 


HIV pol 1 32 


KJvIICjCjIGCjM 


T TT A AO 

HLA-A2 


HIV pol / ll 


RAMAbDFNL 


TTT A A f\ 

HLA-A2 


HIV pol 183 


TLNFPISPI 


HLA-A2 


tin A . 1 "y a 

HIV env 134 


KLTPLCVTL 


HLA-A2 


rii v env o j l 


LlAjH V VvLrl 


TTT A AO 

HJLA-A2 


rllv env loi 


CT T XT A THT A \/ 
dLUN A 1 U1A V 


TTT A AO 

HLA-A2 


rllv net IL\ 


LlruWCrKL 


TTT A AO 

HLA-A2 


T TT1 r rn 

HIV vpr 59 


a TTT» TT /""\/"\T 

AIIRILQQL 


HLA-A2 


t ttt r 

HIV vpr 62 


tn TT /""\/~\T T T?T 

RILQQLLFI 


HLA-A2 


HIV pol 929 


QMAVFIHNFK 


HLA-A3 


rm; too 

HIV pol /22 


K V YLA W VPAHK 


TTT A AO 

HLA-A3 


HIV pol 97 1 


KIQNFRVYYR 


HLA-A3 


TTT* T — 1 1 An 

HTv pol 347 


AIFQSSMTK 


HLA-A3 


TJTA7 _ — 1 AO 

HIV pol 98 


VTIKIGGQLK 


HLA-A3 


tin 7 . t 

HIV env 61 


TTT T"'/""< A fin A V 

TTLFCASDAK 


HLA-A3 


UT\ 7 . A "7 

HIV env 47 


VTVYYGWVWK 


HLA-A3 


HIV net 100 


QVPLRPMTYK 


HLA-A3 


TTTT, T - *r"T 
HIV VII 7 


VMIVWQVDR 


TTT A AO 

HLA-A3 


HIV gag 162 


QMVHQAISPR 


HLA-A3 


TTT A T AMnr CA C 

HIV gag j4j 


VDT A CT DOT T? 


TTT A T>*7 

HLA-B7 


HIV gag 237 


TTT»T rrT A y^T*T A 

HPVHAGPIA 


HLA-B7 


TTTA / — _1 -1 Q£ 

liiv pol ISO 


r rlorlzl 1 V 


ITT A D7 

rlLA-r> / 


rllv pol oyj 


Ir Y lNri^^v^UV V 


TTT A t>'7 

rlLA-ri / 


HIV env 259 


IPIHYCAPA 


HLA-B7 


rtiv env z^u 


CrlvVorrirl 


ttt a m 


HIVnef94 


FPVRPQVPL 


HLA-B7 


HIV rev 75 


VPLQLPPL 


HLA-B7 


HIV pol 684 


EVNIVTDSQY 


HLA-A1 


HIV gag 317 


FRDYVDRFY 


HLA-A1 


HIV poi 368 


VIYQYMDDLY 


HLA-A1 


HIV pol 295 


VTVLDVGDAY 


HLA-A1 


HIV poi 533 


IYQEPFKNL 


HLA-A24 


HIV pol 244 


PYNTPVFAI 


HLA-A24 


HIV pol 530 


TYQIYQEPF 


HLA-A24 


HIV pol 597 


YWQATWIPEW 


HLA-A24 


HIV env 681 


IWGCSGKLI 


HLA-A24 


HIV env 671 


RYLKDQQLL 


HLA-A24 
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HIV env 55 
HIV vpr 46 
HIV vpr 14 
HIV gag 298 
HIVpol 596 
HIVpol 956 
HIV pol712 
HIV gag 294 
HIVpol 711 
HIV env 729 
HIV gag 171 
HIVpol 335 
HIV env 566 
HIVpol 303 
HIVpol 758 
HIVpol 915 
HIVvpu31 
HIVpol 874 
HIVpol 674 
HIVpol 619 
HIVpol 989 
HCVNS41812 
HCVNS1/E2 728 
HCVNS4 1590 
HCVNS5 2611 
HCVCORE 132 
HCVNS4 1920 
HCVNS4 1666 
HCVNS4 1769 
HCVNS4 1851 
HCVCORE 35 
HCVNS1/E2 726 
HCV LORF 1131 
HCVCORE 51 
HCV CORE 43 
HCVENV1 290 
HCVNS1/E2 632 
HCVNS3 1396 
HCVNS4 1863 
HCV NS4 1864 
HCVNS3 1262 
HCV Core 169 
HCV NS5 2922 
HCVNS3 1128 
HCV NS5 2180 



VWKEATTTLF HLA-A24 

IYETYGDTW HLA-A24 

PYNEWTLEL HLA-A24 

KRWIILGLNKIVRMY HLA-DR 

WEFVNTPPLVKLWYQ HLA-DR 

QKQITKIQNFRVYYR HLA-DR 

KVYLAWVPAHKGIGG HLA-DR 

GEIYKRWIILGLNKI HLA-DR 

EKVYLAWVPAHKGIG HLA-DR 

QHLLQLTVW GIKQLQ HLA-DR 

QGQMVHQAISPRTLN HLA-DR 

SPAIFQSSMTKILEP HLA-DR 

IKQFINMWQEVGKAMY HLA-DR 

FRKYTAFTIPSINNE HLA-DR 

HSNWRAMASDFNLPP HLA-DR 

KTAVQMAVFIHNFKR HLA-DR 

YRKILRQRKIDRLID HLA-DR3 

WAGDCQEFGIPYNPQ HLA-DR3 

EVNIVTDSQYALGII HLA-DR3 

AETFYVDGAANRETK HLA-DR3 

GAWIQDNSDIKWP HLA-DR3 

LLFNILGGWV HLA-A2 

FLLLADARV HLA-A2 

YLVAYQATV HLA-A2 

RLIVFPDLGV HLA-A2 

DLMGYIPLV HLA-A2 

WMNRLIAFA HLA-A2 

VLVGGVLAA HLA-A2 

HMWNFISGI HLA-A2 

ILAGYGAGV HLA-A2 

YLLPRRGPRL HLA-A2 

LLFLLLADA HLA-A2 

YLVTRHADV HLA-A2 

KTSERSQPR HLA-A3 

RLGVRATRK HLA-A3 

QLFTFSPRR HLA-A3 

RMYVGGVEHR HLA-A3 

LIFCHSKKK HLA-A3 

GVAGALVAFK HLA-A3 

VAGALVAFK HLA-A3 

LGFGAYMSK HLA-A3 

LPGCSFSIF HLA-B7 

LSAFSLHSY HLA-A1 

CTCGSSDLY HLA-A1 

LTDPSHITA HLA-A1 



FIGURE 19B 



Protein 


Sequence 


Restriction 


HCV Core 126 


LTCGFADLMGY 


HLA-A1 


HCVNS3 1305 


LADGGCSGGAY 


HLA-A1 


HCV NS4 1765 


FWAKHMWNF 


HLA-A24 


HCV NS5 2875 


RMILMTHFF 


HLA-A24 


HCVNS5 2639 


VMGSSYGF 


HLA-A24 


HCVNS4 1765 


FWAKHMWNFI 


HLA-A24 


P. falciparum SSP2-230 


FMKAVCVEV 


HLA-A2 


P. falciparum EXP 1-83 


GLLGWSTV 


HLA-A2 


P. falciparum CSP-7 


ILSVSSFLFV 


HLA-A2 


P. falciparum LSA1-94 


QTNFKSLLR 


HLA-A3 


P. falciparum LSA1-105 


GVSENIFLK 


HLA-A3 


P. falciparum SSP2-522 


LLACAGLAYK 


HLA-A3 


P. falciparum SSP2-539 


TPYAGEPAPF 


HLA-B7 


P. falciparum LSA1-1663 


LPSENERGY 


HLA-A1 


P. falciparum EXP 1-73 


KYKLATSVL 


HLA-A24 


P. falciparum CSP-12 


SFLFVEALF 


HLA-A24 


P. falciparum LSA 1-10 


YFILVNLLI 


HLA-A24 


P. falciparum SSP2-14 


FLIFFDLFLV 


HLA-A2 


P. falciparum EXP 1-80 


VLAGLLGW 


HLA-A2 


P. falciparum EXP 1-91 


VLLGGVGLVL 


HLA-A2 


P. falciparum SSP2-523 


LACAGLAYK 


HLA-A3 


P. falciparum EXP1-10 


ALFFIIFNK 


HLA-A3 


P. falciparum LSA1-11 


FILVNLLIFH 


HLA-A3 


P. falciparum SSP2-126 


LPYGRTNL 


HLA-B7 


P. falciparum CSP- 15 


FVEALFQEY 


HLA-A1 


P. falciparum LSA1-1794 


FQDEENIGIY 


HLA-A1 


P. falciparum LSA 1-9 


FYFILVNLL 


HLA-A24 


P. falciparum SSP2-8 


KYLVIVFLI 


HLA-A24 


P. falciparum CSP-394 


GLIMVLSFL 


HLA-A2 


P. falciparum EXP 1-2 


KILSVFFLA 


HLA-A2 


P. falciparum CSP-344 


VTCGNGIQVR 


HLA-A3 


P. falciparum LSA1-59 


HVLSHNSYEK 


HLA-A3 


P. falciparum SSP2-207 


PSDGKCNLY 


HLA-A1 


P. falciparum LSA1-1671 


YYIPHQSSL 


HLA-A24 


P. falciparum LSA1-1876 


KFIKSLFHIF 


HLA-A24 


P. falciparum SSP2-13 


VFLIFFDLFL 


HLA-A24 


P. falciparum LSA1-1881 


LFHIFDGDNEI 


HLA-A24 


P. falciparum CSP-55 


YYGKQENWYSL 


HLA-A24 


P. falciparum LSA 1-5 


LYISFYFI 


HLA-A24 


P. falciparum CSP-2 


MRKLAILSVSSFLFV 


HLA-DR 


P. falciparum CSP-53 


MNYYGKQENWYSLKK 


HLA-DR 


P. falciparum CSP-375 


SSVFNWNSSIGLIM 


HLA-DR 


P. falciparum SSP2-61 


RHNWVNHAVPLAMKLI 


HLA-DR 


P. falciparum SSP2-1 65 


PDSIQDSLKESRKLN 


HLA-DR3 


P. falciparum SSP2-211 


KCNLYADSAWENVKN 


HLA-DR3 
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P. falciparum SSP2-223 


VKNVlCiPr MKA V L, V b 


TIT A TYD 


P. falciparum SSP2-509 


T/VVT A /** T A /" , /"^ T ATT 

KYKJAGOIACjvjLALL 


TIT A TYD 


P. falciparum SSP2-527 


GLA YKr V Vr G AA 1 r Y 


TTT A T^D 

rtLA-UR 


P . falciparum EXP l -7 1 


T/ f"t T/ "\ TT/ T ATPT7T A /T t 

KSKYKLATSVLAGLL 


TTT A T\T> 

HLA-DR 


P. falciparum EXP 1-82 


AGLLGNVSTVLLGGV 


TTT A T\T> 

HLA-DR 


P. falciparum LSA1-16 


T T T rTT 1 X TOT/ TTT/\TPF 

LLIFHINGKIIKNS E 


HLA-DR 


P. falciparum LSA 1 -94 


ATVTPV PT T T> X TT f~*\ TOT? 

QTNFKSLLRNLGVSE 


TTT i TNT* 

HLA-DR 


HBV core 18 


fit TAOT\PL'TtO\ T 

FLPSDFFPSV 


TTT 4 A *\ 

HLA-A2 


HBV env 1 83 


T?T T TD TT TT 

rLLlKILll 


TTT A AO 

rlLA-AZ 


TTT\1 T *> ^ 

HBV env 335 


WLSLLVPFV 


TTT A AO 

HLA-A2 


HBV pol 455 


GLSRYVARL 


TTT A A 1 

HLA-A2 


HBV pol 538 


YMDDWLGV 


TTT A 1^/11 

HLA-A2/A1 


rlbJV pol 115 


ILKvj 1 or Vi V 


TTT a AO 

rULA-AZ 


HBV pol 562 


Y?T T OT O TT_TT 

FLLSLGLHL 


TTT A AT 

HLA-A2 


HBV pol 642 


AT* jfX>T "\7 A OT 

ALMPLYACI 


TTT A A 1 

HLA-A2 


HBV env 338 


GLSPTVWLSV 


TTT A AO 

HLA-A2 


HBV core 141 


STLPETTVvRR 


TTT A AO 

HLA-A3 


HBV pol 149 


TTT"T TirV APTT X/T/ 

HTLWKAGILYK 


TTT A A1/A 1 

HLA-A3/A1 


HBV pol 150 


TLWKAGILYK 


HLA-A3 


HBV pol 388 


LWDFSQFSR 


HLA-A3 


HBV pol 47 


NVSIPWTHK 


TTT A AO 

HLA-A3 


HBV pol 531 


SAICSWRR 


HLA-A3 


HBV pol 629 


KVGNFTGLY 


TTT A A O / A 1 

HLA-A3/A1 


HBV pol 665 


QAFTFSPTYK 


HLA-A3 


HBV core 19 


LPSDFFPSV 


HLA-B7 


HBV env 313 


IPIPSSWAF 


HLA-B7 


HBV pol 354 


TPARVTGGVF 


TTT A TO"? 

HLA-B7 


TB 


RMSRVTTFTV 


HLA-A2 


TB 


A T \ TT T X K T TIT 7"t 7 

ALVLLMLPVV 


TTT A » 

HLA-A2 


TB 


T A/fTflTA A A \T\T 

UVLlU I AAA V V 


TTT A AO 

X1jLA-AZ 


TB 


A T \rf T \A"f Ti\ T 

ALVLLMLrV 


TTT A AO 

rlLA-A2 


TB 


/~»T A AT A ^ r\7T \ 7 

GLM1AVYLV 


TTT A AO 

rlLA-Az 


TB 


X yr AT T TIT T>\/ 

MAJLJLKLrr V 


TTT A AO 

rlLrA-Az 


TB 


RMFAANLGV 


HLA-A2 


TB 


SLYFGGICV 


HLA-A2 


TB 


RLPLVLPAV 


HLA-A2 


TB 


RLMIGTAAA 


HLA-A2 


TB 


FVVALIPLV 


HLA-A2 


TB 


MTYAAPLFV 


HLA-A2 


TB 


AMALLRLPLV 


HLA-A2 


p53 139 


KLCPVQLWV 


HLA-A2 


CEA 687 


ATVGIMIGV 


HLA-A2 


CEA 691 


HvflGHLVGV 


HLA-A2 


Her2/neu 689 


RLLQETELV 


HLA-A2 


MAGE3 112 


KVAEIVHFL 


HLA-A2 
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Her2/neu 369 

CEA605 

MAGE2 157 

Her2/neu 665 

p53 149 

PAP.21.T2 

PAP. 112 

PAP.284 

PSM.288.V10 

PSM.441 

PSM.469L2 

PSM.663 

PSA.3.V11 

PSA.143.V8 

PSA.161 

HuK2.4.L2 

HuK2.53.Vll 

HuK2.165 

HuK2.216.Vll 



KVFGSLAFV 

YLSGANLNV 

YLQLVFGIEV 

WLGWFGI 

SMPPPGTRV 

LTFFWLDRSV 

TLMSAMTNL 

IMYSAHDTTV 

GLPSIPVHPV 

LLQERGVAYI 

LLYSLVHNL 

MMNDQLMFL 

FLTLSVTWIGV 

ALGTTCYV 

FLTPKKLQCV 

LLLSIALSV 

VLVHPQWVLTV 

FLRPRSLQCV 

PLVCNGVLQGV 



HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
HLA-A2 
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